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RESULT 1 
US-09-927-112 -1 

; Sequence 1, Application US/09927112 
; Patent No. 6897056 
; GENERAL INFORMATION: 

APPLICANT: Millennium Pharmaceuticals, Inc. 

APPLICANT: Meyers, Rachel 

APPLICANT: Si los- Santiago, Inmaculada 

TITLE OF INVENTION: 32 54 4, a novel human phosphol ipase C and 
; TITLE OF INVENTION: uses thereof 

FILE REFERENCE: 38155-20048.00 

CURRENT APPLICATION NUMBER: US/0 9/9 27,112 
; CURRENT FILING DATE: 2001-08-10 

PRIOR APPLICATION NUMBER: US 60/246,808 

PRIOR FILING DATE: 2000-11-08 
; NUMBER OF SEQ ID NOS : 17 

SOFTWARE: FastSEQ for Windows Version 4.0 
; SEQ ID NO 1 

LENGTH: 4 63 5 
TYPE: DNA 

ORGANISM: Homo sapiens 
FEATURE : 
NAME/ KEY: CDS 
LOCATION: ( 43 5 ) . . . ( 4 0 58 ) 
US-09-927-112-1 



Query Match 100.0%; Score 4635; DB 3; Length 4635 ; 

Best Local Similarity 100.0%; Pred. No. 0; 

Matches 4 635; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 1 T CG CG AT CT AG AACT AG TG GC ACG GC TC CTGC ACTC CC AC TG CC GC AGGAAC TG CT CAGG 60 

I II Mil II II II II II II II III II II II II II IMMI II II II II II II II II II II 

Db 1 TCGCGATCTAGAACTAGTGGCACGGCTCCTGCACTCCCACTGCCGCAGGAACTGCTCAGG 60 

Qy 61 AACCTGCCGGTCTCCGGCTGGGACGGTGGCTGGATCAGCTCAAGCCTCCAGGGCCCTGAG 12 0 

I MM MINI II II II MM III MM I! IMMI II I! MM II MM MM M II I 

Db 61 AACCTGCCGGT CTCCGG CTGGGAC GGTGGCTGGATCAG CTCAAGCCTCCAGGGCCCTGAG 12 0 



Qy 121 GCTGAGGGGCTGAGTGCTCATTCCAGCCGCCTCGGGGAACCCGGGCTGGGAGACCCCATG 18 0 

I M II M II II M II II II II Ml II II M II II II M II II II M M II II II II M II 

Db 121 GCTGAGGGGCTGAGTGCTCATTCCAGCCGCCTCGGGGAACCCGGGCTGGGAGACCCCATG 18 0 



Qy 181 CCTGGGGGTGAGCCTGGAGCCAGGGCAGTGCGGTGAGAGGCTCCGGAGAGAGGGCTGGGC 24 0 

I II II MM II II II II II II III II II II II II M M II II II II II II II II II II II 

Db 181 CCTGGGGGTGAGCCTGGAGCCAGGGCAGTGCGGTGAGAGGCTCCGGAGAGAGGGCTGGGC 24 0 

Qy 241 ACCACCAGGCTTGGGTGTGTGATG CGCTGCTGGCCCAGGCTACACCCCGACAAGGGACAC 30 0 

I II II MMM II II II II II III M II II II II MM II II II II II II II II II II II 

Db 2 41 ACCACCAGGCTTGGGTGTGTGATG CGCTGCTGGCCCAGGCTACACCCCGACAAGGGACAC 30 0 

Qy 3 01 CGGGGGCCCTGGGAGCAGAGAGAC CTCAGAGCAGCCTCCTCCTGCCTCCTGTGGACGGCC 36 0 

II I II 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 I M I M I M I M I M M I M M 1 1 1 M 1 1 1 1 1 1 M 1 1 M 

Db 3 01 CGGGGGCCCTGGGAGCAGAGAGACCTCAGAGCAGCCTCCTCCTGCCTCCTGTGGACGGCC 36 0 

Qy 3 61 GGCCCCAGCTGGTGATCCCAGCCAGTCCCAGCTTTCAGTTGCTGCCCCCACCGACAGTCC 42 0 

I II II II M II M II II II M Ml II II II II II II M II II II II M II II II II II II 

Db 3 61 GGCCCCAGCTGGTGATCCCAGCCAGTCCCAGCTTTCAGTTGCTGCCCCCACCGACAGTCC 42 0 



Qy 421 TCAGTCCCTCCATGATGGCTCCCCCGACAGCCGGCCCCCTTCCTGGCCCAGCTCTTCCGC 480 

Ml II II II M II II MM II Ml M II MM II II II II II II II M M M II II II I 

Db 421 TCAGTCCCTCCATGATGGCTCCCCCGACAGCCGGCCCCCTTCCTGGCCCAGCTCTTCCGC 480 
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Qy 4 81 CTGAGGACCCAGGGCCGGATCCGGAGAGCAGGTGGCTTTTCTTGAGCGCCAACATTCTGC 54 0 

I II II I I II I I II II II II II III II I II II I II II II I I II II II II I I II II II II II 

Db 4 81 CTGAGGACCCAGGGCCGGATCCGGAGAGCAGGTGGCTTTTCTTGAGCGCCAACATTCTGC 54 0 

Qy 5 41 CCGTGGTGGAGCGGTGCATGGGTGCCATGCAAGAGGGGATGCAGATGGTGAAGCTGCGTG 60 0 

I I I I I I II I I I I I I I I I I I I I II I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I 

Db 541 CCGTGGTGGAGCGGTGCATGGGTGCCATGCAAGAGGGGATGCAGATGGTGAAGCTGCGTG 60 0 

Qy 6 01 GCGGCTCCAAGGGCCTGGTCCGCTTCTACTACCTGGACGAGCACCGCTCCTGCATCCGCT 66 0 

I II II II II II II II II IMI III II II II II II IMI II Mil II II II MM II IMI 

Db 601 G CG GC TC CAAG GG CC TG GT CCGCT TCTA CT AC CTGG AC GAGC AC CG CT CCTG CATC CG CT 66 0 

Qy 6 61 GGAGGCCCTCACGCAAGAACGAGAAGGCCAAGATCTCCATCGACTCCATCCAGGAGGTGA 72 0 

I MM IMIII MIMI MM Ml IMI IMI llllllll II IMI II llllll II II I 

Db 6 61 GGAGGCCCTCACGCAAGAACGAGAAGGCCAAGAT CTCCATCGACTCCATCCAGGAGGTGA 72 0 

Qy 7 21 GTGAGGGGCGG CAGTCGGAGGTCTTCCAGCGCTACCCTGACGGCAGCTTCGACCCCAACT 78 0 

I II II II II II II II IMI I! Ill II II II M il II II II II II II II II II II II II II 

Db 721 GTGAGGGGCGG CAGTCGGAGGTCTTCCAGCGCTACCCTGACGGCAGCTTCGACCCCAACT 78 0 

Qy 781 GCTGCTTCAGCATCTACCACGGCAGCCACCGCGAGTCGCTGGACCTGGTCTCCACCAGCA 84 0 

1 1 1 1 1 1 1 1 M 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II II 1 1 1 1 1 1 1 

Db 781 GCTGCTTCAGCATCTACCACGGCAGCCACCGCGAGTCGCTGGACCTGGTCTCCACCAGCA 84 0 

Qy 841 GCGAGGTGGCGCGCACCTGGGTCACTGGCCTGCGCTACCT CATGGCCGGCAT CAGCGACG 90 0 

I I I I I I I I I II I II I I I I I I II I I I I I II I I I I I I I I I I I I II I I I I I II I I II I I I I I I 
Db 841 GCGAGGTGGCGCGCACCTGGGTCACTGGCCTGCGCTACCT CATGGCCGGCAT CAGCGACG 90 0 

Qy 9 01 AGGACAGCCTGGCTCGCCGCCAGCGCACCAGGGACCAGTGGCTGAAGCAGACGTTTGACG 96 0 

I II II II II II II II I I II II III II II II II II II I I II II II I I II II II II II II II 
Db 9 01 AGGACAGCCTGGCTCGCCGCCAGCGCACCAGGGACCAGTGGCTGAAGCAGACGTTTGACG 96 0 

Qy 961 AGGCCGACAAGAACGGGGATGGCAGCCTGAGCATTGGCGAGGTCCTGCAG CTGCTGCACA 1020 

I I I II I I II I I I I I I I II I I I I I I I II I II I I II I I I II I I I II I I I I I II I I I I I II II 
Db 9 61 AGGCCGACAAGAACGGGGATGGCAGCCTGAGCATTGGCGAGGTCCTGCAGCTGCTGCACA 10 20 

Qy 1021 AGCTCAACGTGAACCTGCCCCGGCAGAGGGTGAAGCAGATGTTCAGGGAAGCGGACACGG 1080 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I II I I I I I I I I I I I 

Db 10 21 AGCTCAACGTGAACCTGCCCCGGCAGAGGGTGAAGCAGATGTTCAGGGAAGCGGACACGG 10 80 

Qy 1081 ATG AC CA CC AAGG GACG CT GG GTT TT GA AG AG TT CTGT GC CTTC TA CA AG ATGATGTC CA 1140 

I II II II II II 1 1 II II II II III II II II II II II 1 1 II II II II II M M II II II II 

Db 10 81 ATGACCACCAAGGGACGCTGGGTTTTGAAGAGTTCTGTGCCTTCTACAAGATGATGTCCA 1140 

Qy 1141 CCCGCCGGGAC CT CTAC CTGCTCATGCTGACCTACAGCAACCACAAGGACCACCTGGATG 12 00 

I II I.I IMI II II II II II II Mill II II II II II II II II II IMI II II II II II II 

Db 1141 CCCGCCGGGACCTCTACCTGCTCATGCTGACCTACAGCAACCACAAGGACCACCTGGATG 12 00 

Qy 12 01 CCGCCAGCCTGCAGCGCTTCCTGCAGGTGGAGCAGAAGATGGCGGGTGTGACCCTCGAGA 12 60 

I II II M II II II II II II II III MM MM M IMI II II II II II II IMI II II II 

Db 12 01 CCGCCAGCCTGCAGCGCTTCCTGCAGGTGGAGCAGAAGATGGCGGGTGTGACCCTCGAGA 12 60 

Qy 12 61 G CTGC CAGG AC AT CATC GAGC AGT TTGAGC CATG CC CAGAAAAC AAGAGT AAGGGG CT GC 13 20 

1 1 1 1 1 1 1 1 M II 1 1 II II II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M II 1 1 1 1 II 1 1 1 1 II 1 1 1 1 1 

Db 12 61 GCTGC CAGG AC AT CATCGAGC AGT TTGAGC CATG CC CAGAAAAC AAGAGT AAGG GG CTGC 13 20 

Qy 13 21 TGGGCATTGATGGCTTCACCAACTACACCAGGAGCCCTGCTGGTGACATCTTCAACCCTG 13 80 

I II M II II II II II II II Mill II II II II II II II II M M II II II II II II II II 

Db 13 21 TGGGCATTGATGG CTTC AC CAACTACACCAGGAGCCCTGCTGGTGACATCTTCAACCCTG 13 80 
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Qy 13 81 AGCACCACCATGTGCACCAGGACATGACGCAGCCGCTGAGCCACTACTTCATCACCTCGT 14 4 0 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 13 81 AGCACCACCATGTGCACCAGGACATGACGCAGCCGCTGAGCCACTACTTCATCACCTCGT 14 4 0 

Qy 14 41 CCCACAACACCTACCTCGTGGGTGACCAGCTCATGTCCCAGT CACGGGTGGACATGTATG 15 00 

I M II II II II II llllll II II M II II INI I! Ill M II II II II II II II M 

Db 14 41 CCCACAACACCTACCTCGTGGGTGACCAGCTCATGTCCCAGT CACGGGTGGACATGTATG 15 00 

Qy 15 01 CTTGGGTCCTGCAGGCTGGCTGCCGCTGCGTGGAGGTGGACTGCTGGGATGGGCCCGACG 15 60 

I II II II II II 1 1 II I! II 1 1 III II II II II II 1 1 II II II II II Mil II II II II II 

Db 15 01 CTTGGGTCCTGCAGGCTGGCTGCCGCTGCGTGGAGGTGGACTGCTGGGATGGGCCCGACG 1560 

Qy 15 61 GGG AG CC CATTGTGC AC CATGGCT AC ACTC TG AC TT CC AAGATC CT CTTC AAAG AC GT CA 16 20 

I MM II II II II II II IMMII II II II II MM II II I! II II II MM II M II II 

Db 1561 GGGAGCCCATTGTGCAC CATGGCT ACACTCTGACTTCCAAGATCCT CTTC AAAGACGTCA 1620 

Qy 16 21 T TG AAAC CATCAA CAAATATG CCT TC AT CAAG AATG AGTACC CAGT GATC CTGT CC AT CG 16 80 

I II II II llllll M II II II III M II II II II II II II M II II II M II II II II II 

Db 1621 T TG AA AC CATC AA CA AA TATG CCT TC AT CAAG AATG AGTACC CAGT GATC CTGTCC AT CG 1680 

Qy 1681 AAAAC CACTGC AGTGTC AT CC AGC AG AAGAAA AT GG CC CAGT AT CT GACT GACATC CTTG 1740 

I 1 1 1 1 1 1 1 1 II M 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Db 1681 AAAAC CACTGC AGTGTC AT CC AGC AG AAGAAAAT GG CC CAGT AT CT GACT GACATC CTTG 1740 

Qy 17 41 GGGACAAGCTGGACCTGTCATCAGTGAGCAGTGAAGATGCCACCACACTCCCCTCTCCAC 18 00 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M M 1 1 1 1 1 II 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 

Db 17 41 GGGACAAGCTGGACCTGTCATCAG TGAGCAGTGAAGATGCCACCACACTCCCCTCTCCAC 18 00 

Qy 18 01 AGATGCTCAAGGGCAAGATCCTCGTGAAGGGGAAGAAGCTCCCAGCCAACATCAGCGAGG 18 60 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 18 01 AGATG CTCAAGGGCAAGATCCTCGTGAAGGGGAAGAAGCTCCCAGCCAACATCAGCGAGG 18 60 

Qy 18 61 ATG CG GA GG AAGG CG AG GT GTCTG AT GAGG AC AG TGCTGATG AG AT TG AC GATG AC TGCA 1920 

I II II II INI II II I! MM III II II II II II MM II II II II II II II II II II II 

Db 18 61 ATGCGGAGGAAGGCGAGGTGTCTGATGAGGACAGTGCTGATGAGATTGACGATGACTGCA 1920 

Qy 1921 AGCTCCTCAATGGGGATGCATCCACCAATCGAAAGCGTGTAGAAAACACTGCTAAGAGGA 1980 

I II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 II 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II II 1 1 II II M 

Db 1921 AGCTC CT CAATGGGGATGC AT CCA CC AATC GAAAGC GT GTAGAAAACACTGCTAAGAG GA 19 80 

Qy 19 81 AACTGGATTCCCT CATC AAAG AGT CGAAGATTCGGGACTGTGAGGACCCCAACAACTT CT 204 0 

IMIIMII II M IIMIIIIIII MMMIIMM II II II II MIIIIIMIMM II 

Db 1981 AACTGGATTCCCT CATC AAAG AGT CGAAGATTCGGGACTGTGAGGACCCCAACAACTT CT 2040 

Qy 2041 CCGTCTCCACACTGTCCCCATCTGGAAAGCTCGGACGCAAGAGCAAGGCTGAAGAGGACG 2100 

I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I II I I I I I I I 

Db 2041 CCGTCTCCACACTGTCCCCAT CTGGAAAGCTCGGACGCAAGAGCAAGGCTGAAGAGGACG 2100 

Qy 2101 TGGAGTCTGGGGAGGATGCCGGGGCCAGCAGACGCAATGGCCGCCTCGTCGTGGGAAGCT 2160 

I II MM II II II M M II II III II II II II II II M II II II II II II II II M II M 

Db 2101 TGGAGTCTGGGGAGGATGCCGGGGCCAGCAGACGCAATGGCCGCCTCGTCGTGGGAAGCT 2160 

Qy 2161 TCTCCAGGCGCAAGAAGAAGGGCAGCAAGCTGAAGAAGGCGGCCAGCGTGGAGGAGGGAG 22 2 0 

I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 2161 TCTCCAGGCGCAAGAAGAAGGGCAGCAAGCTGAAGAAGGCGGCCAGCGTGGAGGAGGGAG 2220 

Qy 22 21 ATGAGGGTCAGGACTCCCCGGGAGGCCAGAGCCGAGGGGCGACCCGGCAGAAGAAGACCA 22 80 

I I I I I I I I I II I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 22 21 ATGAGGGTCAGGACTCCCCGGGAGGCCAGAGCCGAGGGGCGACCCGGCAGAAGAAGACCA 22 80 

Qy 22 81 T GAAG CT GT CC CG GG CC CT CT CTG AC CTGGTG AAGT AC AC CAAGTCCGTGGC CACC CACG 2340 
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I II II Mil II II II II II II III II II II II II I! II II II II II II II II II II II II 

Db 22 81 TGAAGCTGTCCCGGGCCCTCT CTGACCTGGTGAAGTACACCAAGTCCGTGGCCACCCACG 23 4 0 

Qy 2341 ACATAGAGATGGAGGCGGCGTCCAGCTGGCAGGTGTCGTCCTTCAGCGAGACCAAGGCCC 24 00 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II II I I I I II 
Db 2341 ACATAGAGATGGAGG CGGCGTCCAGCTGGCAGGTGTCGTCCTTCAG CGAGACCAAGGCCC 24 00 

Qy 24 01 ACC AG ATTC TG CAGC AG AAGC CGG CG CAGT AC CT ACGC TT CA AC CAGC AG CAGCTCTC CC 24 60 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I II I I I I I I I I II I I I 

Db 24 01 ACCAGATTCTG CAGC AG AAGC CGG CGCAGTACCTACGCTTCAACCAGCAGCAGCTCTCCC 24 60 

Qy 24 61 GCATCTACCCCTCCTCCTACCGTGTGGACTCCAGCAACTACAACCCGCAGCCCTTCTGGA 2520 

Ml II II 1 1 II II MM II II Ml II II II II Mil II II II II II 1 1 II II II II II II 

Db 24 61 GCATCTACCCCTCCTCCTACCGTGTGGACTCCAGCAACTACAACCCGCAGCCCTTCTGGA 2520 

Qy 2521 ACGCCGGCTGCCAAATGGTTGCCCTGAACTACCAGTCAGAGGGGCGGATGCTGCAGCTGA 25 80 

I II II II II II II II II II II III MM II II II II II II II II II II II II II II II II - 
Db 2521 ACGCCGGCTGCCAAATGGTTGCCCTGAACTACCAGTCAGAGGGGCGGATGCTGCAGCTGA 2580 

Qy 2581 ACCGAGCCAAGTTCAGCGCCAACGGTGGCTGCGGCTACGTACTCAAGCCTGGGTGCATGT 2640 

I II I I II I I I II I I I II II I I I I I I I I I I I II II II II M I I I I I I I I I I II I I I I I I I I 
Db 2581 ACCGAGCCAAGTTCAGCGCCAACGGTGGCTGCGGCTACGTACTCAAGCCTGGGTGCATGT 2640 

Qy 26 41 GCCAGGGCGTGTTCAACCCCAACT CGGAGGACCCCCTGCCCGGGCAGCTCAAGAAGCAGC 27 0 0 

1 1 1 1 1 I M 1 1 II I M II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Db 26 41 GCCAGGGCGTGTTCAACCCCAACT CGGAGGACCCCCTGCCCGGGCAGCTCAAGAAGCAGC 27 00 

Qy 2701 TGGTGCTCCGGATCATCAGTGGCCAGCAGCTTCCCAAGCCGCGCGACTCCATGCTGGGGG 2760 

I I I I I II II II I I I I I II I I I I I I I I II I I II II II I I I I I I I I II I I I I I I II I I I I II 
Db 2701 TGGTGCTCCGGATCATCAGTGGCCAGCAGCTTCCCAAGCCGCGCGACTCCATGCTGGGGG 2760 

Qy 2761 ACCGTGGGGAGATCATCGACCCCT TTGTGGAGGTGGAGATCATTGGGCTCCCTGTGGACT 2820 

I II Mill! II II IIIIIIMIII II IIIMI II MM II II II II II II II IMI MM 

Db 27 61 ACCGTGGGGAGATCATCGACCCCT TTGTGGAGGTGGAGATCATTGGGCTCCCTGTGGACT 28 2 0 

Qy 2821 GCAGCAGGGAGCAGACCCGCGTGGTGGACGACAACGGGTT CAACCCCACCTGGGAGGAGA 28 80 

I II II II II IMI II II INI III MM II II II MINI II IMI II II II II M IMI 

Db 2821 G CAGC AG GG AG CAGA CC CG CG TGG TGGA CG AC AA CG GG TT CAAC CC CA CC TGGG AG GAGA 28 80 

Qy 2881 CCCTGGTTTTCATGGTGCACATGC CGGAGATCGCGCTGGTCCGCTTCCTCGTCTGGGACC 2940 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Db 28 81 CCCTGGTTTTCATGGTGCACATGCCGGAGATCGCGCTGGTCCGCTTCCTCGTCTGGGACC 2940 

Qy 2941 ACGATCCCATCGGGCGTGACTTCATTGGCCAGAGGACGCTGGCCTTCAGCAGCATGATGC 30 00 

I I I II I I II I I II I I I I II II I I I II II I I I I I I I I I I II II I I II I I II I I I I I I II II 
Db 2941 ACGATCCCATCGGGCGTGACTTCATTGGCCAGAGGACGCTGGCCTTCAGCAGCATGATGC 30 00 

Qy 3001 CAGGCTACAGACACGTGTACCTAGAAGGGATGGAAGAGGCCTCCATCTTCGTGCATGTGG 3060 

I I I II I I II I I II II I I II II I II I I II II II II I I I I I I I I I I II II II I I II I I II II 
Db 3 0 01 CAGGCTACAGACACGTGTACCTAGAAGGGATGGAAGAGGCCTCCATCTTCGTGCATGTGG 3 0 60 

Qy 3 0 61 CTGTCAGTGACATCAGCGGTAAGGTCAAGCAGGCTCTGGGCCTAAAAGGCCTCTTCCTCC 3120 

I M I I I I I I I I I I I I II I I I I II I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I II I I 
Db 3061 CTGTCAGTGACATCAGCGGTAAGGTCAAGCAGGCTCTGGGCCTAAAAGGCCTCTTCCTCC 3120 

Qy 3121 GAGGCCCAAAGCCCGGCTCGCTGGACAGTCATGCTGCTGGGCGGCCCCCGGCCCGGCCCT 3180 

I II I I I I II I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I II I I I I I I II I I I I II I I . 
Db 3121 GAGGCCCAAAGCCCGGCTCGCTGGACAGTCATGCTGCTGGGCGGCCCCCGGCCCGGCCCT 3180 

Qy 3181 C CG TT AG CC AG CG GATC CT GC GGC GC AC GG CC AG CG CC CC GA CC AAGA GC CAGAAG CC GG 32 4 0 

I MM II II II II II II II II III II II II II II II II II II II 1 1 II 1 1 II II II II II 
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Db 3181 CCGTTAGCCAGCGGATCCTGCGGC GCACGGCCAGCGCCCCGACCAAGAGCCAGAAGCCGG 3240 

Qy 3241 GCCGCAGGGGCTTCCCGGAGCTGGTCCTGGGTACACGGGACACAGGCTCCAAGGGGGTGG 33 00 

I I I I I I I I II I I i I I I I I I I I I I I I I I II II I I I I I I I I I I I I I I I II I I I I I I I I I I I I 

Db 3241 GCCGCAGGGGCTTCCCGGAGCTGGTCCTGGGTACACGGGACACAGGCTCCAAGGGGGTGG 33 00 

Qy 33 01 CAGACGATGTGGTGCCCCCCGGGCCCGGACCTGCTCCGGAAGCCCCAGCCCAGGAGGGGC 33 60 

I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 33 01 CAGACGATGTGGTGCCCCCCGGGCCCGGACCTGCTCCGGAAGCCCCAGCCCAGGAGGGGC 33 60 

Qy 33 61 CCGGCAGCGGCAGCCCCCGAGGTAAGGCGCCAGCTGCGGTGGCAGAGAAGAGCCCTGTGC 34 20 

I II II II MINI II II IIIMM II MM II II II II II II II II II II II II II II II 

Db 33 61 C CGGC AG CG GC AG CC CC CG AG GTA AGGC GC CAGC TG CGGTGG CAGAGAAG AG CC CT GT GC 34 20 

Qy 3421 GAGTGCGGCCCCCGCGTGTCCTGGACGGCCCCGGGCCTGCTGGGATGGCCGCCACATGCA 34 80 

I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 3421 GAGTG CGGCCCCCGCGTGTCCTGGACGGCCCCGGGCCTGCTGGGATGGCCGCCACATG CA 34 80 

Qy 34 81 TGAAGTGTGTGGTGGGATCCTGCGCCGGCGTGAACACCGGGGGCCTGCAGAGGGAG CGGC 3540 

I I I I I I I I I I I II I I I I I I I I I I I I I I I I I II I I I I I I I I I I I II I I I I I I I I I II II I I 
Db .34 81 TGAAGTGTGTGGTGGGATCCTGCGCCGGCGTGAACACCGGGGGCCTGCAGAGGGAGCGGC 3540 

Qy 3 541 C AC CC AG CC CGGGGC CTGC AAGCAGG CAGG CAGC CATT CG CC AG CAGC CC CGGG CC CG GG 36 00 

I I I I I I I I I I II I I I II I I I I I I I I I I I I I I II I I I I I I I I II I I I II I I I I II I I I I I I 
Db 3541 C AC CC AG CC CGGGGC CTGC AAGCAGG CAGG CAGC CATT CG CC AG CAGC CC CGGG CC CG GG 3600 

Qy 3 6 01 CTGACTCACTGGGGGCCCCCTGCTGTGGCCTGGACCCTCACGCTATCCCGGGGAGAAGCA 36 60 

I II II II II II II II II MM III II II II II II II II II II II II II II II II IMI II 

Db 3601 CTGACTCACTGGGGGCCCCCTGCTGTGGCCTGGACCCTCACGCTATCCCGGGGAGAAGCA 3660 

Qy 3661 GAGAGGCCCCCAAGGGTCCTGGGGCCTGGAGGCAGGGTCCAGGCGGTAGCGGCTCCATGT 3720 

I II M II II II II M II II II Mill II II II II II II M II II II II II II II II II II 

Db 3661 G AGAGGC CC CC AAGGGT CC TG GGG CCTG GAGG CAGGGT CC AG GCGGTAGC GG CT CC AT GT 3720 

Qy 3 7 21 CCTCGGACTCCAGCAGCCCAGACAGCCCGGGCATCCCCGAAAGGTCCCCCCGCTGGCCTG 3 7 80 

I M II II II I I II II II II I I II I II I I II II II II II I I II II II I I II II II II I I II 
Db 37 21 CCTCGGACTCCAGCAGCCCAGACAGCCCGGGCATCCCCGAAAGGTCCCCCCGCTGGCCTG 3 7 80 

Qy 37 81 AGGGTGCCTGCAGGCAACCGGGGGCCCTGCAGGGAGAGATGAGTGCCTTGTTTG CTCAAA 38 40 

I II II II II II II II II II II III II II II II II II II II II II II II II II II II M II 

Db 3781 AGGGTGCCTGCAGGCAACCGGGGGCCCTGCAGGGAGAGATGAGTGCCTTGTTTG CTCAAA 3840 

Qy 3841 AGCTGGAGG AG AT CAGGAGTAAAT CC CC CATGTTCT CCGC CGGT AAGC CC CTCTTG CC CT 3900 

II I I I I I I I I I I I I I I I I I I I I I I I I I I I I II II II I I I I II M II I I II II II I I II II 

Db 3841 AGCTGGAGG AG AT CAGG AG TAAAT CC CC CATGTT CT CC GC CGGT AAGC CC CTCT TG CC CT 39 00 

Qy 3901 GCGTGGTCCTCCCGCACGCCCCTGGCATGGCTGGGCCTGGGTCACCTGCTGCTGCTTCTG 3960 

I II II MM II II IMI II II III II II II II II II II II II MM II II II II II II II 

Db 3901 GCGTGGTCCTCCCGCACGCCCCTGGCATGGCTGGGCCTGGGTCACCTGCTGCTGCTTCTG 39 60 

Qy 3961 CGTGGACGGTGTCGCCTCGTGTGCTCGTGCTCGTGGCTCTGTATCCGTGGCACTGTCTCC 4020 

I II I I I I II I I II I I II I I I I I I I I M I I I I I II II I I II II II II I I II I I I I I I I I II 
Db 3 9 61 CGTGGACGGTGTCGCCTCGTGTGCTCGTGCTCGTGGCTCTGTATCCGTGGCACTGTCTCC 4 0 20 

Qy 4021 GTGGCACTCTGCTCCCTTGGCTTGCCTGTGGCCCATAGCCCCAGCCCTCCTGTCTGAGCT 40 80 

I II IMIM II IMI II II II III IMMI II II II IMI M II II M II M II II II M 

Db 4021 GTGGCACTCTGCTCCCTTGGCTTGCCTGTGGCCCATAGCCCCAGCCCTCCTGTCTGAG CT 40 80 

Qy 4 0 81 T GAGG CCCTGGGACTTGGGTG GAG CTGGTTTGAGGCCCGACAGGCTGGGAAGAACCAGCT 414 0 

I II II II II II II II II II II III II II II II II II II II II M II II II II II II II II 

Db 4081 TGAGGCCCTGGGACTTGGGTGGAG CTGGTTTGAGGCCCGACAGGCTGGGAAGAACCAG CT 4140 
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Qy 4141 G CT CT TG CT GA GG GT CT GG GG CCG GG AC TG TG GC CT GACA TG CT GGGC CC CT CC GG CTGG 4 2 00 

I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I II II I I I I I I I I I II I I I I I I I I I I I I I 

Db 4141 GCTCTTGCTGAGGGTCTGGGGCCGGGACTGTGGCCTGACATG CTGG GCCCCTCCGG CTGG 4 2 00 

Qy 42 01 GCGCTTCCCCAAACTCACCTCCTGGGCGGCTGGCGACCTGCATGGCCCCTGATGCCTTTC 42 60 

II I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I 

Db 42 01 GCGCTTCCCCAAACTCACCTCCTGGGCGGCTGGCGACCTGCATGGCCCCTGATGCCTTTC 42 60 

Qy 4261 CTGGGACTGGGGGCCATGTACCATCCCATTCCCACCTCCCTCTAGGGCAGGCTCCAGGGG 43 20 

I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I 

Db 42 61 C TGGG AC TGGGGG CC ATGT AC CAT CC CATT CC CACC TC CC TC TAGG GC AGGC TC CAGGGG 43 20 

Qy 43 21 TCCCTACTGGGAAGTCTGATGTGGGCAGGTAGTGCAGCTG CTGGGCGTCTCCTG CGCCCC 43 80 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 

Db 43 21 TCCCTACTGGGAAGTCTGATGTGGGCAGGTAGTGCAGCTGCTGGGCGTCTCCTGCGCCCC 43 80 

Qy 4381 TGGGACGCCTGGAGCCTGCTGAGTGCTGCGTGGAGTAGATTCCCTGGGCCCCAGGGCTTC 4440 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 43 81 TGGGACGCCTGGAGCCTGCTGAGTGCTGCGTGGAGTAGATTCCCTGGGCCCCAGGGCTTC 44 4 0 

Qy 4441 GCTGCTTTGGGCTGAAGCACCCCACTAGAAGGGTGTCTCCTTAGCCTGGAGGGAGGGACA 4500 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 4441 GCTGCTTTGGGCTGAAGCACCCCACTAGAAGGGTGT CTCCTTAGCCTGGAGGGAGGGACA 45 00 

Qy 45 01 TACACGGAGCCCGCCCCACACCACCCTGCCCCTCCAGACCCCCCTGACCAAGCTTTCCTT 4 5 60 

I II II II II II II II II II II III II II II II II II II INI II II II II II II II II l! 

Db 4501 TACACGGAGCCCGCCCCACACCACCCTGCCCCTCCAGACCCCCCTGACCAAGCTTTCCTT 4560 

Qy 4561 TCTGCCCCCACCCACGCTTGCCTCCGTAGTTAGGAACTGAGAGCGG CGAGTGACAGGTAA 4620 

II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 4561 T CTGC CC CC AC CCACGCTTGCCTCCGTAGTTAGGAACTGAGAGCGG CGAGTGACAGGTAA 4620 

Qy 46 21 CGGGGCCCAGCCCCG 4 63 5 

Illllllllllllll 
Db 46 21 CGGGGCCCAGCCCCG 4 63 5 
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RESULT 1 
US-09-927 -112 -2 

Sequence 2, Application US/09927112 
Patent No. 6897056 
GENERAL INFORMATION: 



APPLICANT 
APPLICANT 
APPLICANT 



Millennium Pharmaceuticals, Inc. 
Meyers, Rachel 
Silos-Santiago, Inmaculada 
TITLE OF INVENTION: 32 54 4, a novel human phosphol ipase C and 
TITLE OF INVENTION: uses thereof 
FILE REFERENCE: 3 815 5-20048.00 
CURRENT APPLICATION NUMBER: US/0 9/9 27,112 
CURRENT FILING DATE: 2001-08-10 
PRIOR APPLICATION NUMBER: US 60/246,808 
PRIOR FILING DATE: 2000-11-08 . 
NUMBER OF SEQ ID NOS : 17 

SOFTWARE: FastSEQ for Windows Version 4.0 
SEQ ID NO 2 
LENGTH: 120 7 
TYPE: PRT 

ORGANISM: Homo sapiens 
US- 09-927 -112 -2 

Query Match 100.0%; Score 6379; DB 2; Length 1207; 

Best Local Similarity 100.0%; Pred. No. 0; 

Matches 1207; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

MAPPTAGPLPGPALPPEDPGPDPESRWLFLSANI LPWERCMGAMQEGMQMVKLRGGSKG 60 

I II II II II II II II II II M ill II II II INI II II II 11 1 1 II II II II II II II II 

MAPPTAGPLPG PALP PEDPGPDPESRWLFLSANI LPWERCMGAMQEGMQMVKLRGGSKG 60 
LVRFYYLDEHRSCIRWRPSRKNEKAKISIDSIQEVSEGRQSEVFQRYPDGSFDPNCCFSI 12 0 

I IMIIIIIIIIIII II II II Ml II II II INI M MM IMIMII II II I! II II I! 



I II II II II II II II II M II III II II II M II II M II II II M II II II II M M II 



III M MIIIIMM Mlllllll MM II MM II II II MM II IMIIMI II II II 



I M II M II II M II M II II III II II II II M II II II M II II II II II II II II II 



Ml II II II II II II M II M III II II II II II II II M II II M II II II II II II II 



Ml II II II II II II II II M III II II II II II II II II II II II II II II II M II II 



4 21 VIQQKKMAQYLTDILGDKLDLSSVSSEDATTLPSPQMLKGKILVKG KKLPANISEDAEEG 48 0 

I II II II M II II II II II III II II II II II M II II II M II II II II II II M II 



I II II II II II II M II II II III II M II II II II M II II II II II II M II M II M 



Qy 


i 


Db 


i 


Qy 


61 


Db 


61 


Qy 


121 


Db 


121 


Qy 


181 


Db 


181 


Qy 


241 


Db 


241 


Qy 


301 


Db 


301 


Qy 


361 


Db 


361 


Qy 


421 


Db 


421 


Qy 


481 
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Db 4 81 EVSDEDSADEIDDDCKLLNGDASTNRKRVENTAKRKLDSLIKESKIRDCEDPNNFSVSTL 54 0 

Qy 541 S PS GK LG RK SKAE ED VE SG ED AGA SR RN GR LV VG S FSRRKKKGSKLKKAASV EE GD EG QD 60 0 

III II II II II IMIIMI II III II MM II MM II II II II II II II II II II II II 

Db 541 SPSGKLGRKSKAEEDVESGEDAGASRRNGRLVVGSFSRRKKKGSKLKKAASVEEGDEGQD 600 

Qy 6 01 SPGGQSRGATRQKKTMKLSRALSDLVKYTKSVATHDIEMEAASSWQVSSFSETKAHQILQ 66 0 

1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 M 1 1 1 1 II 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 

Db 6 01 SPGGQSRGATRQKKTMKLSRALSDLVKYTKSVATHDIEMEAASSWQVSSFSETKAHQILQ 66 0 

Qy 6 61 QKPAQYLRFNQQQLSRIYPSSYRVDSSNYNPQPFWNAGCQMVALNYQSEGRMLQLNRAKF 72 0 

Ml II II II II M II II II II III MINI MM II II II II II II M II II II II M M 

Db 6 61 QKPAQYLRFNQQQLSRI YPSSYRVDSSNYNPQPFWNAGCQMVALNYQSEGRMLQLNRAKF 72 0 

Qy 721 SANGGCGYVLKPGCMCQGVFNPNSEDPLPGQLKKQLVLRI ISGQQLPKPRDSMLGDRGEI 78 0 

I M II II II M II M II II II III II II II II II II II II II II II II M II II M II II 

Db 721 S AN GGCGYVLKPG CM CQGVFNPNS ED PLPGQLKKQLVLRI ISGQQLPKPRDSMLGDRGEI 78 0 

Qy 7 81 IDPFVEVEI IGLPVDCSREQTRVVDDNGFNPTWEETLVFMVHMPEI ALVRFLVWDHDPIG 84 0 

Ml MM II MM II MM MINI MINI MM Ml II MM II II MM II MM II 

Db 7 81 IDPFVEVEI IGLPVDCSREQTRWDDNGFNPTWEETLVFMVHMPEI ALVRFLVWDHDPIG 84 0 

Qy 841 RDFIGQRTLAFSSMMPGYRHVYLEGMEEASIFVHVAVSDI SG KV KQALGL KG LFLRGPKP 900 

I II II II M II II M II II II Ml II II II II M M II II II M II II M II II II II I 

Db 841 ( RDFIGQRTLAFSSMMPGYRHVYLEGMEEASIFVHVAVSDI SGKVKQALGLKGLFLRGPKP 900 

Qy 901 GSLDSHAAGRPPARPSVSQRILRRTASAPTKSQKPGRRGFPELVLGTRDTGSKGVADDW 960 

I II II II II II MM II II I.I III II MM II II II II II MM II II II II II II II II 

Db 9 01 GSLDSHAAGRPPARPSVSQRILRRTASAPTKSQKPGRRGFPELVLGTRDTGSKGVADDW 96 0 

Qy 9 61 PPGPGPAPEAPAQEG PGSGSPRGKAPAAVAEKSPVRVRPPRVLDGPGPAGMAAT CM KCW 10 2 0 

I MM M II II M II II II Mill MM II INI II II MM II II II II MM II II II 

Db 961 PPGPGPAPEAPAQEG PGSGSPRGKAPAAVAEKSPVRVRPPRVLDGPGPAGMAATCM KCW 1020 

Qy 1021 GSCAGVNTGGLQRERPPSPGPASRQAAI RQQPRARADSLGAPCCGLDPHAIPGRSREAPK 1080 

I II MM II II M II II II II III II II II II II II II II II II II II II II II II II M 

Db 1021 GSCAGVNTGGLQRERPPSPGPASRQAAIRQQPRARADSLGAPCCGLDPHAIPGRSREAPK 1080 

Qy 1081 GPGAWRQGPGGSGSMSSDSSSPDS PGIPERSPRWPEGACRQPGALQGEMSALFAQKLEEI 1140 

I I I II II II II I I II II II I I I I I II II II II I I I I I I II I I II I I I I I I II II II I I I I 
Db 1081 GPGAWRQGPGGSGSMSSDSSSPDS PGIPERSPRWPEGACRQPGALQGEMSALFAQKLEEI 1140 

Qy 1141 RSKSPMFSAGKPLLPCVVLPHAPGMAGPGSPAAASAWTVS PRVLVLVALYPWHCLRGTLL 1200 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1141 RSKSPMFSAGKPLLPCVVLPHAPGMAGPGSPAAASAWTVS PRVLVLVALYPWHCLRGTLL 1200 

Qy 1201 PWLACGP 1207 

IMIIII 

Db 1201 PWLACGP 1207 
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RESULT 1 
US-09-927-112 -3 

; Sequence 3, Application US/09927112 
; Patent No. 6897056 
; GENERAL INFORMATION: 

APPLICANT: Millennium Pharmaceuticals, Inc. 

APPLICANT: Meyers, Rachel 

APPLICANT: Si los- Santiago, Inmaculada 

TITLE OF INVENTION: 32 54 4, a novel human phosphol ipase C and 

TITLE OF INVENTION: uses thereof 
; FILE REFERENCE: 38155-20048.00 
; CURRENT APPLICATION NUMBER: US/0 9/9 27,112 
; CURRENT FILING DATE: 2001-08-10 
; PRIOR APPLICATION NUMBER: US 60/246,808 

PRIOR FILING DATE: 2000-11-08 
; NUMBER OF SEQ ID NOS : 17 

SOFTWARE: Fast SEQ for Windows Version 4.0 
; SEQ ID NO 3 

LENGTH: 3 62 4 
TYPE: DNA 

ORGANISM: Homo sapiens 
US-09-927-112-3 

Query Match 100.0%; Score 3624; DB 3; Length 3624; 

Best Local Similarity 100.0%; Pred. No. 0; 

Matches 3 624; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 1 ATGGCTCCCCCGACAGCCGGCCCCCTTCCTGGCCCAGCTCTTCCGCCTGAGGACCCAGGG 60 

I II II II II INI II II INI III II II II II II INI II II II II II II II II II II II 

Db 1 ATGGCTCCCCCGACAGCCGGCCCCCTTCCTGGCCCAGCTCTTCCGCCTGAGGACCCAGGG 60 

Qy 61 CCGGATCCGGAGAGCAGGTGGCTTTTCTTGAGCGCCAACATTCTGCCCGTGGTGGAGCGG 12 0 

IIIIIIIIIIIIIIIIIMIIIMIMIIIIIIIIIIIIIIIIIIIIIIMIIIIIIMI 

Db 61 CCGGATCCGGAGAGCAGGTGG CTTTTCTTGAGCGCCAACATT CTGCCCGTGGTGGAGCGG 12 0 

Qy 121 TGCATGGGTGCCATGCAAGAGGGGATGCAGATGGTGAAGCTGCGTGGCGGCTCCAAGGGC 18 0 

-III II II II II MINI 1 1 II Ml II II II II II II II II II II II II II II II II II II 

Db 121 TGCATGGGTGCCATGCAAGAGGGGATGCAGATGGTGAAGCTGCGTGGCGGCTCCAAGGGC 18 0 

Qy 181 CTGGTCCGCTTCTACTACCTGGACGAGCACCGCTCCTGCATCCGCTGGAGGCCCTCACGC 24 0 

I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 181 CTGGTCCGCTTCTACTACCTGGACGAGCACCGCTCCTGCATCCGCTGGAGGCCCTCACGC 24 0 

Qy 241 AAGAACGAGAAGGCCAAGATCTCCATCGACTCCATCCAGGAGGTGAGTGAGGGG CGGCAG 30 0 

I I I I I I II I I I I I I I I I I I I I I I I II I I I I I I I II I I I I I I I I I I I I I I I II I I I I I I I I 
Db 241 AAGAACGAGAAGGCCAAGATCTCC AT CGACTCCATCCAGGAGGTGAGTGAGGGG CGGCAG 3 00 

Qy 3 01 TCGGAGGTCTTCCAGCGCT AC CCTGA CGGCAG CTTCGACCCCAACTGCTGCTTCAGCATC 360 

I II II II M il MM II II II III II II II II M II II II II II II II II II II II II II 

Db 3 01 TCGGAGGTCTTCCAGCGCT AC CCTGACGGCAG CTTCGACCCCAACTGCTGCTTCAGCATC 360 

Qy 3 61 TACCACGGCAGCCACCGCGAGTCGCTGGACCTGGTCTCCACCAGCAGCGAGGTGGCGCGC 42 0 

I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I 
Db 3 61 TAC CACGGCAGCCACCGCGAGTCG CTGGACCTGGTCTCCACCAGCAGCGAGGTGGCGCGC 420 

Qy 4 21 ACCTGGGTCACTGGCCTGCGCTAC CTCATGGCCGGCATCAGCGACGAGGACAGCCTGGCT 48 0 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 

Db 4 21 ACCTGGGTCACTGGCCTGCGCTAC CTCATGGCCGGCATCAGCGACGAGGACAGCCTGGCT 48 0 

Qy 4 81 CGCCGCCAGCGCACCAGGGACCAGTGGCTGAAGCAGACGTTTGACGAGGCCGACAAGAAC 54 0 
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Db 4 81 CGCCGCCAGCGCACCAGGGACCAGTGGCTGAAGCAGACGTTTGACGAGGCCGACAAGAAC 54 0 

Qy 541 GGGGATGGCAGCCTGAGCATTGGCGAGGTCCTGCAGCTGCTGCACAAGCTCAACGTGAAC 60 0 

II I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I ! 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 

Db 541 GGGGATGGCAGCCTGAGCATTGGCGAGGTCCTGCAGCTGCTGCACAAGCT CAACGTGAAC 60 0 

Qy 6 01 CTGCCCCGG CAGAGGGTGAAGCAGATGTTCAGGGAAGCGGACACGGATGACCAC CAAGGG 66 0 

I I I I I I I I I I I I I I I I I I I I I II I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 6 01 CTGCCCCGGCAGAGGGTGAAGCAGATGTTCAGGGAAGCGGACACGGATGACCAC CAAGGG 66 0 

Qy 661 ACGCTGGGTTTTGAAGAGTTCTGTGCCTTCTACAAGATGATGTCCACCCGCCGGGACCTC 72 0 

I M II II II II II II II II II III INI II II II II II II II II II II II II II II II II 

Db 661 ACGCTGGGTTTTGAAGAGTTCTGTGCCTTCTACAAGATGATGTCCACCCGCCGGGACCTC 72 0 

Qy 721 TACCTGCTCATGCTGACCTACAGCAACCACAAGGACCACCTGGATGCCGCCAGCCTGCAG 78 0 

I II II II II II II II II II II III II II II II II IMMI II MM II II II II II II II 

Db 721 TACCTGCTCATGCTGACCTACAGCAACCACAAGGACCACCTGGATGCCGCCAGCCTGCAG 78 0 

Qy 7 81 CGCTTCCTGCAGGTGGAGCAGAAGATGGCGGGTGTGACCCTCGAGAGCTGCCAGGACATC 84 0 

III II II II II II II II II II MM MINI MM Mill II II MM M MM MM II 

Db 7 81 CGCTTCCTGCAGGTGGAGCAGAAGATGGCGGGTGTGACCCTCGAGAGCTGCCAGGACATC 84 0 

Qy 841 ATCGAGCAGTTTGAGCCATGCCCAGAAAACAAGAGTAAGGGGCTGCTGGGCATTGATGGC 90 0 

I II 1 1 1 1 M 1 1 II 1 1 1 1 1 1 1 1 II I II 1 1 1 1 M 1 1 II 1 1 1 1 II M II 1 1 1 1 II 1 1 M 1 1 1 1 

Db 841 ATCGAGCAGTTTGAGCCATGCCCAGAAAACAAGAGTAAGGGGCTGCTGGGCATTGATGGC 90 0 

Qy 9 01 TTCACCAACTACACCAGGAGCCCTGCTGGTGACATCTTCAACCCTGAGCACCACCATGTG 96 0 

Ml M II II M M M M M M III II II II II M II M M II II II II II II II II M II 

Db 901 TTCAC CAACTACACC AGGAGC CCT GCTGGTGACATCTT CAAC CCTG AG CACC AC CATGTG 96 0 

Qy 9 61 CACCAGGACATGACGCAGCCGCTGAGCCACTACTTCATCACCTCGTCCCACAACACCTAC 10 2 0 

I II II II II II II M M M II MMMI II II II II II II II II II II II II II II II II 

Db 961 C AC CAGG AC AT GA CG CAGC CG CTG AG CC AC TA CTTC AT CA CC TC GT CC CA CAAC AC CT AC 10 20 

Qy 1021 CTCGTGGGTGACCAGCTCATGTCCCAGTCACGGGTGGACATGTATG CTTGGGTCCTGCAG 1080 

I II II II M II II II II II II III II II II II II II II II II II II II II II II II II II 

Db 1021 CTCGTGGGTGACCAGCT CATGTCCCAGTCACGGGTGGACATGTATG CTTGGGTCCTGCAG 1080 

Qy 1081 GCTGGCTGCCGCTGCGTGGAGGTGGACTGCTGGGATGGGCCCGACGGGGAGCCCATTGTG 1140 

I II II II M II II II II II II Ml II II M II M II MM M II II II M II M II II II 

Db 10 81 GCTGGCTGCCGCTGCGTGGAGGTGGACTGCTGGGATGGGCCCGACGGGGAGCCCATTGTG 114 0 

Qy 1141 CACCATGGCTACACTCTGACTTCCAAGATCCTCTTCAAAGACGTCATTGAAACCATCAAC 12 00 

I II II II II II II II II II II Ml II II II M II II II II II II II II II M II II II II 

Db 1141 CACCATGGCTACACTCTGACTTCCAAGATCCTCTTCAAAGACGTCATTGAAACCATCAAC 12 00 

Qy 12 01 AAATATGCCTT CATCAAGAATGAGTACCCAGTGATCCTGTCCATCGAAAACCACTGCAGT 12 60 

I II II II M II II II II II II Ml II II II II II II II II M M M II M M M M II II 

Db 12 01 AAATATGCCTT CATC AAGAATGAGTACCCAGTGATCCTGTCCAT CGAAAACCACTGCAGT 12 60 

Qy 12 61 GTCATCCAGCAGAAGAAAATGGCCCAGTATCTGACTGACATCCTTGGGGACAAGCTGGAC 13 20 

I II II II M II II II II II II III II II II II II II II II II II II II II II M II II II 

Db 12 61 GTC AT CC AG CAGA AG AA AATGGCC CAGT AT CTGA CT GA CATC CT TG GG GA CAAG CTGG AC 13 20 

Qy 13 21 CTGTCATCAGTGAGCAGTGAAGATGCCACCACACTCCCCT CTCCACAGATGCTCAAGGGC 13 80 

Ml II II M 1 1 M M M M II III M II II M II M II II M I! M M II II M II M M 

Db 13 21 CTGTCATCAGTGAGCAGTGAAGATGCCACCACACTCCCCT CTCCACAGATGCTCAAGGGC 13 80 

Qy 13 81 AAGATCCTCGTGAAGGGGAAGAAG CTCCCAGCCAACATCAGCGAGGATGCGGAGGAAGGC 14 4 0 

I I M M 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 i I 1 1 1 1 1 M II 1 1 II I M M 1 1 1 1 1 1 

Db 13 81 AAG AT CC TC GT GAAG GG GA AG AAG CT CC CAGC CAAC AT CAGCGA GG AT GC GG AG GA AG GC 14 40 
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Qy 14 41 GAGGTGTCTGATGAGGACAGTGCTGATGAGATTGACGATGACTGCAAGCTCCTCAATGGG 15 00 

I II II II II II II I I II II II III II II II II II II II II I Ml II I I II II I Ml II II 

Db 1441 GAGGTGTCTGATGAGGACAGTGCTGATGAGATTGACGATGACTGCAAGCTCCTCAATGGG 15 00 

Qy 15 01 GATGCATCCACCAATCGAAAGCGT GTAGAAAACACTGCTAAGAGGAAACTGGATTCCCTC 15 60 

I II MM 1 1 II II II II II II Ml III I MM II II 1 1 II MM Ml Ml II 1 1 II II II 

Db 15 01 GATGC AT CCAC CAAT CG AAAG CGT GT AG AAAACACTGC TAAG AGGAAACT GGAT TC CCTC 15 60 

Qy 1561 ATCAAAGAGTCGAAGATTCGGGAC TGTGAGGACCCCAACAACTTCTCCGT CTCCACACTG 1620 

1 1 1 1 1 1 1 1 1 M 1 1 M M I M 1 1 1 1 M 1 1 1 1 M 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 M 1 1 II M M M 

Db 1561 ATCAAAGAGTCGAAGATTCGGGAC TGTGAGGACCCCAACAACTTCTCCGT CTCCACACTG 16 20 

Qy 1621 TCCCCATCTGGAAAGCTCGGACGCAAGAGCAAGGCTGAAGAGGACGTGGAGTCTGGGGAG 16 80 

I I I I I I 1 I J I I f I I I I I I I I f I I I I I I I I I I I I I I I I I 1 I 1 I 1 I I I i I I I I I 1 ( I I I I t I 

Db 1621 TCCCCATCTGGAAAGCTCGGACGCAAGAGCAAGGCTGAAGAGGACGTGGAGTCTGGGGAG 1680 

Qy 16 81 GATGCCGGGGCCAGCAGACGCAATGGCCGCCTCGTCGTGGGAAGCTTCTCCAGGCGCAAG 17 4 0 

I I I I I I I I I I I I f I 1 1 I I I I I I I I I I I I I I I I I I I 1 I I I I I i I I I I I I I I I I I I I I I I I I 

Db 1681 GATGC CGGGGCCAGCAGACGCAATGGCCGCCTCGTCGTGGGAAGCTTCTCCAGGCG CAAG 1740 

Qy 1741 A AG AAGGGC AG CAAG CT GAAG AAG GC GG CC AG CG TGGAGG AGGG AG AT GAGG GT CAGG AC 18 00 

I II I I II II I II II I I M II II II I I II I I I I I I II II II I II I II I II I II I I I I II M 

Db 17 41 A AG AAGG GC AG CAAG CT GAAG AAG GC GG CC AG CG TG GA GG AG GG AG AT GA GG GT CAGG AC 18 00 

Qy 18 01 TCCCCGGGAGGCCAGAGCCGAGGGGCGACCCGGCAGAAGAAGACCATGAAGCTGTCCCGG 18 60 

1 1 1 M M I M I M 1 1 M 1 1 1 1 1 M I M I M 1 1 M 1 1 M 1 1 1 1 1 1 1 1 II M M 1 1 1 1 1 1 1 1 

Db 1801 TCCCCGGGAGGCCAGAGCCGAGGGGCGACCCGGCAGAAGAAGACCATGAAGCTGTCCCGG 1860 

Qy 1861 GCCCTCTCTGACCTGGTGAAGTACACCAAGTCCGTGGCCACCCACGACATAGAGATGGAG 1920 

I I I ] I I I I I I I I I I I I I [ I I I III J I I I I I I I I t I J I I J I I I I t I I I I I I I I I I I I I I I 1 

Db 18 61 GCCCTCTCTGACCTGGTGAAGTACACCAAGTCCGTGGCCACCCACGACATAGAGATGGAG 1.9 20 

Qy 1921 GCGGCGTCCAG CTGGCAGGTGTCGTCCTTCAGCGAGACCAAGGCCCACCAGATTCTGCAG 19 80 

I II 1 1 M II I II II II II II II II 1 1 II II I II I II I II II 1 1 II II II I II II II II II 

Db 19 21 G CGGC GT CC AG CT GG CAGGTG TCG TC CTTC AG CG AG AC CAAG GC CCAC CAGATT CTGC AG 19 80 

Qy 1981 C AGAAGC CGGCGC AGTACCTACGC TT CAAC CAGC AGCAGCTCTC CCGC AT CT AC CC CT CC 2040 

I 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 II 1 1 M I 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Db 19 81 C AG AAGC CGGCGC AGTACCTACGC TT CAAC CAGC AGCAGCTCTC CC GC ATCT AC CC CT CC 20 4 0 

Qy 2041 TCCTACCGTGTGGACTCCAGCAAC TACAACCCGCAGCCCTTCTGGAACGCCGGCTGCCAA 2100 

Ml II II II II II II II II II III MM II III I II II II III I II II II II II II II II 

Db 20 41 TCCTACCGTGTGGACTCCAGCAAC TACAACCCGCAGCCCTTCTGGAACGCCGGCTGCCAA 2100 

Qy 2101 ATGGTTGCCCTGAACTACCAGTCAGAGGGG CGGATG CTGCAGCTGAAC CGAGCCAAGTTC 2160 

I II I II 1 1 1 II II M 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 II 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 II II 1 1 1 1 

Db 2101 ATGGTTGCCCTGAACTACCAGTCA GAGG GGCGGATGCTGCAGCTGAAC CGAGCCAAGTTC 2160 

Qy 2161 AGCGC CAAC GGTGGC TG CG GC TAC GT AC TC AAGC CT GGGTGC ATGTGC CAGGGC GT GT TC 22 20 

I I I II I I II II II II II II II II I II I II II II I II II II I I M II II II II II II II II 

Db 2161 AGCGCCAACGGTGGCTGCGGCTACGTACTCAAGCCTGGGTGCATGTGCCAGGGCGTGTTC 22 20 

Qy 2221 AACCC CAACTCGG AGGACCCC CTG CC CGGG CAGCTC AAGAAGCAGCTGGTGCTC CGGATC 22 80 

I I I I I II I I II II II I II I II II I II I II II I II II II II I I II II II I I II II II II II 

Db 2221 AACCC CAACTCGGAGGACCCCCTGCCCGGG CAGCTC AAGAAGCAGCTGGTGCTC CGGATC 22 80 

Qy 2281 ATCAGTGGCCAGCAGCTTCCCAAGCCGCGCGACTCCATGCTGGGGGACCGTGGGGAGATC 23 40 

I II II II II II II II II II II III II II II II II II Mil II II II II II II II II II II 

Db 22 81 ATCAGTGGCCAGCAGCTTCCCAAGCCGCGCGACTCCATGCTGGGGGACCGTGGGGAGATC 23 4 0 
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Qy 23 41 ATCGACCCCTTTGTGGAGGTGGAGATCATTGGGCTCCCTGTGGACTGCAGCAGGGAGCAG 24 00 

I II II II I! MM II II II II III II II II II II MM II II II II II II II II II II II 

Db 23 41 ATCGACCCCTTTGTGGAGGTGGAGATCATTGGGCTCCCTGTGGACTGCAGCAGGGAGCAG 24 00 

Qy 24 01 ACCCGCGTGGTGGACGACAACGGGTTCAACCCCACCTGGGAGGAGACCCTGGTTTTCATG 24 60 

I 1 I I 1 I I I I I I I I I I I 1 I I i I 1 I I I I I I I I I I I I I I I I 1 I I I I I i I I I I I I I I I I I I I I I 

Db 24 01 ACCCGCGTGGTGGACGACAACGGGTTCAACCCCACCTGGGAGGAGACCCTGGTTTTCATG 24 60 

Qy 24 61 GTGCACATGCCGGAGATCGCGCTGGTCCGCTTCCTCGTCTGGGACCACGATCCCATCGGG 25 20 

I II II II II II 1 1 II 1 1 1 1 1 1 M I 1 1 1 1 1 1 II M II II II 1 1 1 1 II II 1 1 II II 1 1 II II 

Db 24 61 GTGCACATGCCGGAGATCGCGCTGGTCCGCTTCCTCGTCTGGGACCACGATCCCATCGGG 25 20 

Qy 2521 CGTGACTTCATTGGCCAGAGGACG CTGGCCTTCAGCAGCATGATGCCAGGCTACAGACAC 2580 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 1 

Db 2521 CGTGACTTCATTGGCCAGAGGACG CTGGCCTTCAGCAG CATGATGCCAGGCTACAGACAC 2580 

Qy 25 81 GTGTACCTAGAAGGGATGGAAGAGGCCTCCATCTTCGTGCATGTGGCTGTCAGTGACATC 26 4 0 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 II 1 1 1 II 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 

Db 25 81 GTGTACCTAGAAGGGATGGAAGAGGCCTCCATCTTCGTGCATGTGG CTGTCAGTGACATC 26 4 0 

Qy 26 41 AGC GG TAAGGT CA AG CAGG CT CTG GG CCTAAA AGGC CT CTTC CT CC GAGG CC CAAAGC CC 27 00 

I MM II II II II MM II II III II Mil II II II II II II II II II II II II II II II 

Db 2641 AGC GG TAAGGT CA AG CAGG CT CTG GG CCTAAAAGGC CT CTTC CT CC GAGG CC CAAAGC CC 27 00 

Qy 27 01 GGCTCGCTGGACAGTCATGCTGCTGGGCGGCCCCCGGCCCGGCCCTCCGTTAGCCAGCGG 27 60 

I II II II II MM II II II II III II II II II II Mil II II II II II II II II II II II 

Db 27 01 GGCTCGCTGGACAGTCATGCTGCTGGGCGGCCCCCGGCCCGGCCCTCCGTTAGCCAGCGG 27 60 

Qy 27 61 ATCCTGCGGCGCACGGCCAGCGCCCCGACCAAGAGCCAGAAGCCGGGCCGCAGGGGCTTC 28 20 

I II II ll-ll II II II II II Mill MINI MINI II MM II II MM II MM II II 

Db 27 61 ATCCTGCGG CGCACGGCCAGCGCCCCGACCAAGAGCCAGAAGCCGGGCCGCAGGGGCTTC 28 20 

Qy 28 21 CCGGAGCTGGTCCTGGGTACACGGGACACAGGCTCCAAGGGGGTGGCAGACGATGTGGTG 28 80 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Db 28 21 CCGGAGCTGGTCCTGGGTACACGGGACACAGGCTCCAAGGGGGTGGCAGACGATGTGGTG 28 80 

Qy 28 81 CCCCCCGGGCCCGGACCTGCTCCGGAAGCCCCAGCCCAGGAGGGGCCCGGCAGCGGCAGC 2940 

I I I II I I I I I I I I I I I I I I I I II I I I I II I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I 

Db 28 81 C CC CC CGGG CC CGGACCTG CT CCG GAAG CC CC AG CC CAGG AGGG GC CC GG CAGCGG CAGC 2 94 0 

Qy 2941 CCCCGAGGTAAGG CGCCAGCTGCG GTGGCAGAGAAGAGCCCTGTGCGAGTGCGGCCCCCG 3 0 00 

II II II II II II II II II II III II II II II M II II MM II MM II II II II II II 

Db 2941 CCCCGAGGTAAGG CGCCAGCTGCG GTGGCAGAGAAGAGCCCTGTGCGAGTGCGGCCCCCG 3 0 00 

Qy 3001 CGTGTCCTGGACGGCCCCGGGCCTGCTGGGATGGCCGCCACATGCATGAAGTGTGTGGTG 3060 

III II MM II II II II II II Ml II II II MUM II II MM II II II II II MM II 

Db 30 01 CGTGTCCTGGACGGCCCCGGGCCTGCTGGGATGGCCGCCACATGCATGAAGTGTGTGGTG 30 60 

Qy 30 61 GGATCCTGCGCCGGCGTGAACACCGGGGGCCTGCAGAGGGAGCGGCCACCCAGCCCGGGG 3120 

I M II 1 1 1 1 II II 1 1 II II M I II 1 1 II 1 1 1 1 M II II 1 1 M 1 1 1 1 II 1 1 1 1 1 1 1 1 II M 

Db 30 61 GGATCCTGCGCCGGCGTGAACACCGGGGGCCTGCAGAGGGAGCGGCCACCCAGCCCGGGG 3120 

Qy 3121 CCTGCAAGCAGGCAGGCAGCCATTCGCCAGCAGCCCCGGGCCCGGGCTGACTCACTGGGG 3180 

I II II II II MM II II II II III II II II II II II II II II II II II II II II II II II 

Db 3121 CCTGCAAGC AGGC AGGC AG CC ATT CGCCAGCAGCCCCGGGCCCGGGCTGACTCACTGGGG 3180 

Qy 3181 GCCCCCTGCTGTGGCCTGGACCCTCACGCTATCCCGGGGAGAAGCAGAGAGGCCCCCAAG 3240 

I 1 1 II 1 1 II 1 1 M II II II II I II II II II 1 1 II 1 1 II II 1 1 M 1 1 II II II M 1 1 II II 

Db 3181 G CC CC CT GC TGTGGC CT GG AC CCT CACG CT AT CC CGGG GAGAAG CAGAGAGG CC CC CA AG 3240 

Qy 3241 GGTCCTGGGGCCTGGAGGCAGGGTCCAGGCGGTAGCGGCTCCATGTCCTCGGACTCCAGC 33 00 
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I II II MINI II II II II II III MM MM M II II II II II II II MM II II II II 

Db 3241 GGTCCTGGGGCCTGGAGGCAGGGTCCAGGCGGTAGCGGCTCCATGTCCTCGGACTCCAGC 33 00 

Qy 33 01 AGCCCAGACAGCCCGGGCATCCCCGAAAGGTCCCCCCGCTGGCCTGAGGGTGCCTGCAGG 33 60 

I II II II II II MM II II II Ml II II II II II II II II II M II M II II II II II II 

Db 33 01 AGC CC AG AC AG CC CG GG CATC CCC GAAAGG TC CC CC CG CTGG CC TG AG GG TG CC TG CAGG 33 60 

Qy 33 61 CAACCGGGGGCCCTG CAGG GA GAG ATGAGTGCCTTGTTTGCTCAAAAG CTGGAGGAGATC 34 20 

I II II II II MM II II II II III II MM II II II II II II II MM II II II II MM 

Db 33 61 CAACCGGGGGCCCTGCAGGGAGAGATGAGTGCCTTGTTTGCTCAAAAGCTGGAGGAGATC 34 20 

Qy 34 21 AGGAGTAAATCCCCCATGTTCTCCGCCGGTAAGCCCCTCTTGCCCTGCGTGGTCCTCCCG 34 80 

I I ] 1 1 i 1 1 1 1 ) 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i ] 1 1 1 1 1 1 1 1 1 ) 1 1 1 1 1 1 1 i i i I i I i 1 1 1 1 1 1 1 

Db 3421 AGGAGTAAATCCCCCATGTTCTCCGCCGGTAAGCCCCTCTTGCCCTGCGTGGTCCTCCCG 34 80 

Qy 34 81 CACGCCCCTGGCATGGCTGGGCCT GGGTCACCTGCTGCTGCTTCTGCGTGGACGGTGTCG 3540 

I 1 1 1 1 M II II 1 1 II M 1 1 M I M 1 1 II II M M II 1 1 II M M M M M M M II 1 1 II 

Db 34 81 CACGCCCCTGGCATGGCTGGGCCT GGGTCACCTGCTGCTGCTTCTGCGTGGACGGTGTCG 3540 

Qy 3541 CCTCGTGTGCTCGTGCTCGTGGCT CTGTATCCGTGGCACTGTCTCCGTGGCACTCTGCTC 36 00 

I II M II II II II II II M II Ml II II II II II II M M II M M II II II II II II II . 

Db 3541 CCTCGTGTGCT CGTGCT CGTGGCTCTGTATCCGTGGCACTGTCTCCGTGGCACT CTGCTC 3600 

Qy 3601 CCTTGGCTTGC CTGTGGCCCATAG 3624 

I M II II II II II II M II M Ml 

Db 3601 C CT TGGC TT GC CTGT GG CC CATAG 3 624 
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Type 


Hits 


Search Text 


1 


BRS 


2 


S101 and allelic 


2 


BRS 


2 


"6897056" 


3 


BRS 


205 


meyers nearl rachel 


4 


BRS 


6225 


phospholipase nearl C 


5 


BRS 


45 


S103 and phospholipase 


6 


BRS 


443 


S106 nearlO (human or homo) 


7 


BRS 


8 


immaculada near 2 Santiago 


8 


BRS 


2 


"6897056" 


9 


BRS 


3 


"6534301" 


10 


BRS 


2 


"6958152" 


11 


BRS 


1 


"200185956" 


12 


BRS 


0 


WO200185956 


13 


BRS 


3 


"6534301" 


14 


BRS 


42 


expression near2 human near2 enzyme 


15 


BRS 


6416 


S115 and heterologous 


16 


BRS 


13589 


expression near2 human 
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DBs 


Time Stamp 


1 


US-PGPUB; USPAT; EPO; 
JPO; DERWENT; IBM_TDB 


2006/09/21 10:20 


2 


US-PGPUB; USPAT; EPO; 
JPO; DERWENT; IBM_TDB 


2006/09/20 12:15 


3 


US-PGPUB; USPAT; EPO; 
JPO; DERWENT; IBM_TDB 


2006/09/20 13:15 


4 


US-PGPUB; USPAT; EPO; 
JPO; DERWENT; IBM_TDB 


2006/09/21 12:20 


5 


US-PGPUB; USPAT; EPO; 
JPO; DERWENT; IBM_TDB 


2006/09/20 13:17 


6 


US-PGPUB; USPAT; EPO; 
JPO; DERWENT; IBM_TDB 


2006/09/20 13:19 


7 


US-PGPUB; USPAT; EPO; 
JPO; DERWENT; IBM_TDB 


2006/09/20 13:17 


8 


US-PGPUB; USPAT; EPO; 
JPO; DERWENT; IBM_TDB 


2006/09/20 14:52 


9 


US-PGPUB; USPAT; EPO; 
JPO; DERWENT; IBM_TDB 


2006/09/20 16:59 


10 


US-PGPUB; USPAT; EPO; 
JPO; DERWENT; IBM_TDB 


2006/09/20 16:59 


11 


US-PGPUB; USPAT; EPO; 
JPO; DERWENT; IBM_TDB 


2006/09/21 10:46 


12 


US-PGPUB; USPAT; EPO; 
JPO; DERWENT; IBM_TDB 


2006/09/21 10:21 


13 


US-PGPUB; USPAT; EPO; 
JPO; DERWENT; IBM_TDB 


2006/09/21 11:06 


14 


USPAT 


2006/09/21 11:08 


15 


USPAT 


2006/09/21 11:08 


16 


USPAT 


2006/09/21 11:08 
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Type 
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Search Text 


17 


BRS 


53 


expression near2 human near2 
heterologous 


18 


BRS 


18 


(mammalian near5 gene near 5 
expression) [TI] 


19 


BRS 


64 


producing near5 human near5 
heterologous 


20 


BRS 


20 


producing near2 human near2 
heterologous 


21 


BRS 


3710 


mammalian near5 gene near5 expression 


22 


BRS 


14 


(phospholipase nearl C) [TI] 


23 


BRS 


142 


(phospholipase nearl C) [TI] 
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DBs 


Time Stamp 


17 


USPAT 


2006/09/21 11:09 


18 


USPAT 


2006/09/21 11:11 


19 


USPAT 


2006/09/21 11:11 


20 


USPAT 


2006/09/21 11:09 


21 


USPAT 


2006/09/21 11:11 


22 


USPAT 


2006/09/21 12:20 


23 


US-PGPUB; USPAT; EPO; 
JPO; DERWENT; IBM_TDB 


2006/09/21 12:20 
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2006 



LI 


133145 


S 


PHOSPHOLIPASE 


L2 


60978 


S 


LI (2N) C 


L3 


19671 


S 


L2 AND (HUMAN OR HOMO) 


L4 


5107 


S 


L3 AND (CDNA OR DNA OR GENE OR CLON?) 


L5 


1050 


S 


L4 AND INOSITOL 


L6 


0 


S 


L5 AND (MEYERS OR SANTIAGO) 


L7 


684 


S 


L5 AND PY<2000 


L8 


0 


S 


MEYERS (IN) RACHEL 


L9 


654 


s 


MEYERS 


L10 


4323 


s 


SANTIAGO 


Lll 


0 


s 


L9 AND L10 



